Drugs belonging to the quinolone compounds are characterized by a quicker biological activity and a broad antibacterial spectrum [1] [2] [3] [4] . Molecular, topological, and conformational characteristics on 3D quinolones optimized structure have been calculated using Spartan 14 Software. Molecular docking approach using CLC Drug Discovery Workbench 2.4 software have been realised to identify and visualize the most likely interaction ligand (quinolone) with the receptor protein. The quinolone compounds have been obtained by the Gould-Jacobs method. The compounds have been characterized by physical-chemical methods and by antimicrobial activity against Gram-positive and Gram-negative microorganisms. In this study, the DFT/B3LYP/6-311G* level of basis set has been used for the computation of molecular structure, vibrational frequencies, and energies of optimized structures. The score and hydrogen bonds formed with the amino acids from group interaction atoms are used to predict the binding modes, the binding affinities, and the orientation of the docked quinolone compound in the active site of the protein-receptor (Figures 1 and 2) . The protein-ligand complex has been realized based on the X-ray structure of Bacillus cereus, which was downloaded from the Protein Data Bank (PDB ID: 1VEN ). In the present study, we have reported the synthesis of some quinolone compounds. The quinolones have been evaluated for their antibacterial activity against Gram-positive and Gram-negative microorganisms. 
